a good match between our sequences and sequences of independent studies on public databases for 18 species of Gastropoda, among which 8 species from geographically distant populations (e.g. Gibbula cineraria and Nucella lapillus). For the species Nassarius incrassatus and Siphonaria pectinata we observed comparatively high intraspecific divergence (2.5 and 3.1%, respectively), which corresponded to geographically sorted populations. On the other hand, higher intraspecific divergences were found among the Polyplacophora and the Bivalvia attaining a maximum of 5.0% for Leptochiton algesirensis and 19.7% for Ruditapes decussatus, respectively. However, the limited number of DNA barcode sequences publicly available for these two species, prevents additional conclusions on the relevance of these findings, in particular for R. decussatus. The barcode reference library reported here expects to contribute to a more accurate taxonomic resolution within the Mollusca. This initial study already emphasised some cases of species ambiguity where a higher intraspecific divergence was found (e.g. R. decussatus). These species are worthwhile to further investigation, by increasing and optimising the effort in sampling and molecular identification protocols. Nevertheless, these reference libraries are fundamental steps for the development of accurate metabarcoding approaches to gain insights into the diversity of complex communities in benthic ecosystems.
